Both the Firmicutes/Bacteroidetes and Prevotellaceae/Bacteroidetes abundance ratios were proposed before as alternative to enterotyping. A) The Firmicutes/Bacteroidetes abundance ratio is significantly correlated with stool consistency (BSS) (rho=0.42, p-value=0.001). B) The Prevotellaceae/Bacteroidetes abundance ratio clearly separates the Prevotella-enterotype samples from the others and does not correlate with stool consistency (BSS) (rho=-0.04, p-value=0.77). , respectively). Significance of differences in microbiota growth potential between enterotypes was assessed by Wilcoxon signed rank test (p-value<10 -4 ).
Supplementary Figure 7: Characteristics of the non-IBS cohort. Distribution of the enterotypes of the non-IBS participants over the BSS scores (A), Observed and estimated richness of the non-IBS participants over BSS scores (B), and distribution of the non-IBS participants and IBS patients over the BSS scores (C).
A. Distribution of the enterotypes over BSS scores in non-IBS participants.
B. Observed and estimated richness over BSS scores in non-IBS participants.
C. Distribution of the non-IBS participants and IBS patients over the BSS scores. Fecal samples were frozen at −20°C immediately after collection by the participants.
After frozen transport to a collection point in their neighborhood and subsequent transport on dry ice, samples were stored at −80°C within 72 hours after delivery at the collection point until DNA extraction. Samples were extracted using the PowerMicrobiome RNA isolation kit (Mobio), with the following adjustments to the protocol: (1) an incubation step of 10 minutes at 90°C after bead beating, (2) Steps to remove DNA were not executed.
The V4 region of the 16S rRNA gene was amplified with primer pair 515F and 806R, with single multiplex identifier (MID) and adaptors as described by Kozich et al. [1] .
Sequencing was performed using Illumina MiSeq sequencer and sequencing kit MiSeq V2 to produce 250 bp pair-end reads. After de-multiplexing, fastq sequences were merged using FLASH [2] software with default parameters, and successfully combined reads were filtered based on quality (>90% of nucleotides must have quality score 30 or higher for every read) using Fastx tool kit (http://hannonlab.cshl.edu/fastx_toolkit/). Chimeras were removed using UCHIME [3] and each sample was standardized to 3,000 reads using random selection of reads.
The taxonomy of reads was determined using RDP classifier [4] and taxonomy tables for phylum to genus level were created using Perl scripts.
A Richness over BSS in 24 male individuals. 
PAM clustering was performed as originally described on http://enterotyping.embl.de were used. The dataset separated optimally into two clusters as determined by the Calinski-Harabasz index and clusters were assigned the enterotype Ruminoccoccaceae-Bacteroides or Prevotella, based on the taxa dominating the enterotype as in the original article of Arumugam et al. (2011) . Additionally we clustered the dataset with the same method into three enterotypes, and named them as in the original article Ruminococcaceae (R), Bacteroides (B) and Prevotella (P), again based on the taxa dominating the enterotype.
Clustering of the dataset with Dirichlet multinomial mixtures (DMM) was performed using the DirichletMultinomial 1.6.0 package in R. Laplace was used to penalize model complexity and indicated an optimal separation of the dataset into two clusters. Naming of the clusters was identical as with the PAM clustering method. All except one sample got assigned the same enterotype as with the PAM clustering 
